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Accessing Arrays with MAExplorer

MAExplorer works with any arrays using the schema (see Appendix C
of MAExplorer Reference Manual for details)

All data files are tab-delimited text files

Databases could be constructed with tools like Excel for editing user
data into the schema format

The Cvt2Mae array data converter “Wizard” tool converts non-standard
<User-defined> academic or commercial data to MAExplorer format

Affymetrix, Incyte, GenePix, Scanalyze, and other array data formats
may be converted using predefined “Array Layouts™



S.1 MAExplorer Data Schema

MAExplorer works with any array data using our data schema

The schema 1s described 1n detail in MAExplorer Reference
Manual Appendix C.

Data Schema: tab-delimited experiment data files:

1. GIPO (Gene In Plate Order or “print” file)

2. List of hybridized samples in database

3. Configuration data describing the array and conventions
4. Separate spot quantification data files

The Cvt2Mae “wizard” tool converts user array data to this
schema




S.1.1 MAExplorer GIPO or Print File

* GIPO file maps a spot on the array to a particular gene

* Contains:
1. location or grid-geometry

2. one or more genomic identifiers (e.g., Clone ID, GenBank
, LocusID, etc.)

3. gene description as Gene Name (or other description)
4. Optional: global spot quality (QualCheck)
5. optional: plate coordinates for clones




S.1.2 MAExplorer Samples Database File

List of hybridized samples file SamplesDB.txt file contains:

. full sample description

. base file name of quantification file (without .quant file
extension)

. optional sample ID number

. other data you wish to carry with the samples (used 1n array
reports)



S.1.3 MAExplorer Configuration Database File

Configuration data file MaeConfig.txt describes particular type
of array and hybridization labeling you are using. This
includes:

orid-geometry - # of replicate fields, grids, rows/grid,
columns/grid

spot hybridization labeling - intensity or ratio data, dye names

various presentation options - use pseudo-array or actual (x,y)
coordinates, etc.



S.1.4 MAExplorer Spot Quantification Files

Separate spot quantification data (with .quant file extension)
files are used for each hybridized sample

33P or biotin labeled samples are specified as one hybridization
intensity information per file

Fluorescent Cy3/Cy5-dye labeled samples are specified as two
channels of hybridization intensity information per file

Intensity background data 1s optional
Spot quality (QualCheck) data 1s optional

Grid-coordinates are specified the same as for GIPO file



S.2 Assumptions About User Data - Array Layout

User data 1s tab-delimited ASCII text files (could generate with Excel)

If the array geometry (#fields, grids, rows/grid, columns/grid) is known,
that geometry may be used in MAExplorer

Otherwise, a pseudo-array geometry 1s generated for visual use 1n
MAEXxplorer from the total # of spots in the user data

An Array Layout describes the user data. It may be edited and saved for
subsequent use 1n converting other array data files of the same type

The <User-defined> array layout gives users complete flexibility in
describing the array




S.3 Example of tab-delimited GenePix Data

2 Microsoft Excel - genenicGenePix-Cy3Cy5-DataFilel _txt xlz - |EI|5|

”ﬁ File Edit “iew |nzert Format Tool: Data ‘wWindow Help Acrobat _|5’|5||
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S.3.1 Example of tab-delimited GenePix Data

> Microsoft Excel - genericGenePix-Cy3Cy5-DataFilel txt. xls

”@ File Edt “iew |nzert Format Tool: Data Window Help Acrobat -|ﬁ’|i|
DESEHSRY BT © - 4@ =5 2% 08 00 &
i -5 - BJIUS==E %%, %% |
P1 -] =|
o
@ | B | 5 | T W] Y ¥ | i z | AR | AR IE
30 |F635 % Sat. F532 Median F532 Mean F532 50 B532 Median B532 Mean B532 5D % > B532+15D % > B532+25D F532 % Sat. Ratio of Medians Ratio of Means
31 ] 57a 291 108 a9 E00 fh| 16 E ] -0.524 =325
32 ] 563 LT 124 581 583 72 18 11 ] 0056 -9.25
33 ] 574 et 109 542 502 72 149 7 ] 1778 1545
34 ] S56 GG 149 287 554 73 26 13 ] -10 4155
35 ] 1609 15584 398 o886 555 1 95 95 ] 2213 2067 &
4[4[ M genericGenePiz-Cy3Cy5-DataFilel / : o

Feady

> Microsoft Excel - genericGenePix-Cy3Cy5-DataFilel txt. xls

”@ File Edt “iew |nzert Format Tool: Data Window Help Acrobat -|ﬁ’|i|
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[ [ 4 [k [#}, genericGenePiz-Cy3Cy5-DataFilel /
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S.3.2 Example of tab-delimited GenePix Data

> Microsoft Excel - genericGenePix-Cy3Cy5-DataFilel txt. xls
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I. Procedure: Convert Data for Array Layouts

1. Select the Chip Set array layout (GenePixPro3 - generic) if 1n list,
otherwise pick <User-defined>)

2. Select 1 or more input files using the “Browse filename” .

3. You may edit or change various array layout parameters at this time
3.1 you may edit the array layout with “Edit Layout™
3.2 you may “Assign GIPO fields” in user data file
3.3 you may “Assign Quantification fields” in user data file

3.4 if you changed any array layout parameters, you may save it with
“Save Layout”

4. Select the project output directory (i.e., folder) to save generated files



I. Procedure: continued...

5. Press “Run” to convert the data
6. Press “Done” when it 1s finished.

7. Go to the project directory and then to the MAE sub-directory, click
on the Start.mae file to start MAExplorer on the new data




1. Initial State of Cvt2Mae Program

Eéf’,gl:thMaE: convert array data to MAExplorer files - Yersion: 01-23-2002 ¥.0.60 (Bekt - |EI|5|

Enter data for steps T, 2, and 3. Then 4, press Run' to convert your data to MAExpiorer formnat.

1. Selact Chipset .- cafact 3 ciup layout -- x| Remove .Layoutl
2. Sefect imput Data Files: BrOWs e mpit e name | |_ Separate PG | Browse iRl hig |
EOELE ot S SN RN NeIds: | AT e O e e e

2. T Edit array layout and map feids:

Savallayout [T Expert assignamode

2.2 Samples to use 'c<fifox> sample name' Hemove sampie | Hename sampie

Vendor

Layout name

Spotsimicroarnray

3. Sefect Project Quiput Folder: I --Sedect Output Folder-- j

Project siiput folder:
MAExpioyer startup File:

4. Edit and Run Faled oy gueier it -

Status:




2. Selecting GenePix Chipset Array-Layout

=10 %]

Eg,il:thMae convert array data to MAExplorer files - Yersion: 01-23-2002 ¥.0.60 (Bekta)
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your data to MAExplorer format.

1. Sefect Chipset GenePbProd - Himan j Remove [ ayout |
Affymetrix - Hinnan -
Affymetriv - Wouse, use Genwnic DescHplions

] Affymelrix - Hirman, use Genoic Descrplions

2. Sefect nput Data Files: incyte - Mouse

mcyte - Human

GenePoPro3d - Mouse |
GenePbProl bl

Broweeicirome]

EnEon sl SR Talds | Aguli et T |
Savelayout |_ Expert assign-mode

2. T Edit array layout and map Relds:

2.2 Samplies to use '<<fle>> sample name': Remove sample | Rename sample |

Vendor Axon
Layout name GenePoProd - Human
Spotsimicroarray 1)
3. Sefect Project Ouitput Folder: | --Sefect Ouput Folder-- j
Project output folder;
MMAExpiorer stariup Fife:

4. Edit and Run Sl o i e ueier it -

Status:




3. Select Files with “Browse input file” Name

[ Cvt2Mae: convert array data to MAExplorer | ¥ -0 x|
Enter data for steps T, 2, and 3. Then 4. press 'Run' to convert your data to MMAExpiorer formmat

1. Select Chipset GenePhPro3 - Himan j Remove I ayount |
2. Select mput Data Files: Browse input ffe name | |_ Separate GIPO Browse GIPD g |
Zuiibayuni Al RO Teits || Agslyd it Tk |

2. T Edit array layout and map felds:

Saveliayout |_ Expert assign-mode

2.2 Samples to use 's<fle>> sample name': Remove sampie | Rename sampie |
Select next input file to converk (you may use 'ALL' 2=l B
Look: j: I 5 jurk j = ¢ Ef-
_1Cache -
| Zonfig . ¥ DakaFile |
| I dmaE
I:IQuant genericizenePix-Cy3CyS-DataFile3. b [T
' I:I Report genericIncytel . cgi
I:I Skate genericIncytez. cgi
3. Select Project Qutput Folder: [ I I 3l
4
Project output foider: I- File narne: IgenericG enePix-Cy3Cya-DataFileT bt Open B
MAExplorer startup File: |- Files of type: [l Files [*7] | Carcel

4. Edit and Run St o i e i

1

Status: |Either continue adding input fies (step 2),
o define Output Folder (step 3) when done adading fes.




4. Continue Adding Input Files If Needed

E"ggl:thMaE: convert array data to MAExplorer files - ¥ersion: 01-23-2002 ¥.0.60 (Be - |EI|5|
Enter data for steps 1, 2, and 3. Then 4. press Run' to convert your data to MAExpiorer format.

1. Sedect Chipset GenePixProd - Himan j Remove Layout |

2. Sefect input Data Files: | Browse input fle name | |_ Separate GIPD  Browse GIFO g |

genericGenePix-Cy3Cy S-DataFie T b

genericGenePix-Cy3Cy S-DataFie?. b

genercGenePie-Cy3Cys-DataFiies. b
EditLayout Assign GIPO fields | Assign Quant fields |
Save Layout |_ Expert assign-mode

2. T Edit arvay layout and map felds;

2.2 Samples to use '<<fle>> sample name': Remove sampie | Rename sample |

=< TempyunkigenericGenePix-Cy3Cy s-DataFiie T.odt>> [genericGenePix-Cy3Cy S-DataFiieT. &
<G TempyunkigenercGenePic-Cy3Cy S-DataFie2. ba=> [genenicGenePi-Cy3Cy d-DataFilel. bl
<G TempyunkigenericGenePic-Cy3Cy S-DataFied. kad=> [genenicGenePi-Cy3Cy d-DataFiled. bl

Vendor Axon
Layout name GenePbdProd - Human
Spotsinicroarray 2703
3. Sefect Project Output Folder: | --Sefect Quiput Foider-- j
Project output folder:
MAExplorer stariup Fife:

4. Edit and Run Fitied + ) Euiversive -

Statys: |There are 2734 rows of data in e [genericGenePbe-Cy3 Ty 5-DataFiial. bedf

The Field names row is 30




S.1 Edit Layout ‘Wizard’ Values for This Array

=10 x|

EﬁEdit MAE zplorer project
[1] Array layout name and wendar - (ALO file wversion:1.7)

Array layout name GenePixPro3

YWendor name for the array Axon

Mame of the array layvout designator. This is agenerally
specified by the chip wvendor. Ifit is your own chip
then use wour ovvn designator to differentiate

wour chip desighns.

Finish | Cancel |

<Back | | Next»




5.2 Edit Layout ‘Wizard’ - Grid Geometry. Enter
(Grid, Rows/Grid, Columns/Grid) Values

gﬁ Edit MAE xplorer project |0

[2] Grid geometry data

Mumber of duplicated spot Fields in array 1

Mumber of Grids per Field 16
Mumber of spots per Grid FHow 13
mMumber of spots per Grid Column 13|

Llse Mol.Dynamics MAME-GRC' else (Grid, Row, Cal) |_ Llse Maol.Cyn. HNAME-GRC else above explict (Grid, Fow
Specify array layout by Grid-geometry OF by # spotsfarray |_ lse # spots (BELOW, else grid-geometry (ABOWVE)
Maximum number of spots in array |2TEI3

Mumber of Grids per Field. A grid contains 2
Grid Fows ¥ Grid Columns of spots.

«ack | Mext= | Finish | cancal |




5.3 Edit Layout ‘Wizard’ Input File Row Values.
Verify Row Where Field Names Are Defined

E%%Edit MAExplorer project = - 0] x|

[3] Input file staring rows data

(Dptional Fow containing a list sample names 1]
Row containing a list of quantitative file Field names a0
First row containing guantitative file Data 1
Row containing opt. separate GIPO file Field names 1]
First row containing opt. separate GIPO file Data 1]
(Cptional Comment token

(Cptionaly Initial keyward for each data roow

Mumber of rovy that contains the names of the data file Field names. -
Eq. grid, rowe, column, GeneBank ID, GeneMame, Clone D, etc.
[Fowe #5 start at rowe 1]
Drata from rowe #30 in file[CATemplijunklgenericGenePix-Cy3Cya-DataFile1 td]
Current Field name column([1] = ‘Block!
Current Field name column(Z] = '"Column’
Current Field name column(3] = 'How’
Current Field name column[4] = 'Mame’

4 e

Next= | Finish | cancel |




S.4 Edit Layout ‘Wizard’ Ratio or Intensity Values

Eﬁ Edit MAE xplorer project |0

[4] Ratio fluorescence data

Ratio {.e. Cyv3, Cyal or Intensity Data F LIze Ratio else [ntensity data
If Ratio data, use (CyalCyd else (Cy3Cya) |_ Llse (CyalCy3 else (CyalCya)
Fluorescent dye for intensity 1 {if ratio data) 3
Fluorescent dye for intensity 2 {if ratio data) s
Hawve hackground intensity data F Has backaround data
Data for MAExplorer is either ratio data such as =

Cy3fCya arintensity data such as P33, ete.

<Back | {Newt= | Finish | cancel |




5.5 Edit Layout ‘Wizard’ optional (X,Y)
Coordinate Values

E%%Edit MAE xplorer project - |a] x|
[5] (Opt) Microarray &) coordinate options

Llse microarray pseuda (5% coordinates |7 Generate array pseudo XY coordinates
LIse actual microarray pseudo (2,7 coordinates |7 Hawe actual XY coordinates for each sample
Feuse (Y] coordinates af first sample for all samples |_ Feuse array =Y coords far all arrays
Swap microarray roves and columns |_ Swiap array rowes and columns
Generate a microarray pseudo imadge using a representation of =

the array based on Grids, Grid Rows, and Grid Columns.
Othenwise, use the §Y) data supplied far each spot -

if it exists. Ifthis option is set, it will overide the actual
) coordinates if that option is selected as well.

Finish | Cancel |

dEackl




5.6 Edit Layout ‘Wizard’ Genomic ID Values

:ﬁ Edit MAE xplorer project - O] x|
[6] (Dpt) Genomic Identifier options

Has Location data |_ IIser data file has Location data
Has Clone D data |7 LIser data file has Clone D data
Has GenBank data |_ Llser data file has GeneBank data
Has UniGene |D data |_ Iser data file has LiniGene data
Has dbEST data |_ LIser data file has dhEST data
Has LocusLink data |_ LIser data file has LocusLink data
Has SwissProt data |_ LIser data file has SwissProf data
Has Plate data |_ IIser data file has Plate data
Get Genomic 1Ds from 'Description’ |_ Get Genomic 1Ds from 'Description’
The user data file has LMAGE 'Clone 1D data. 2]

<Back | {Next=] Finish | cancel |




5.7 Edit Layout ‘Wizard’ Gene Names Description

:ﬁ Edit MAE xplorer project O] x|

[7] iDpt) Gene names (or description) options

Has Gene Class user data |_ Iser data file has Gene Class data

Has UniGene Mame user data |_ LIser data file has LiniGene Mame data

Has separate per-spot QualCheck user data per-sample F Ilser data has separate per-spot QualCheck data
Has 'GIFQ' QualCheck user data for entire DB |_ LIser data file has '"GIPQ' QiualCheck data

The user data file has "Quant’ QualCheck data. This data =
is on a per-spot basis for each array hybridization.

The code (see MAEXplorer Reference Manual Appendix C Table C.4.2)

tmay be used to flag bad spots or missing spot data.

<Back | {Next=] Finish | cancel |




5.8 Edit Layout ‘Wizard’ Calibration Values.
Define UniGene Species prefix

E‘%,%Edit MAE xplorer project

[8] (Cpt) DMA Calibration and user plate names, LiniGene species name

Marme of calibration DMA (if in database)

Mame of researcher's special clones {fin database)

Hatme of empty wells Ermipty
Mame species (opt) Mouse
Hame LiniGene Species prefix (oph |ru1m e IR M =
Hs =
At
Bt
Dr
Hy
LIniGene species prefix iMouse Mm, Human Hs, etc). This is 05
Used in gquerving Genomic WWeb databases. Ifyou do not see Fn =

the prefix you want in the choice menu, type itin.

<Back | Next- | Finish | cancel |




5.9 Edit Layout ‘Wizard’ Database Name Values.
Define Optional Names for Database

g% Edit MAE xplorer project - |O]
[9] iDpt) Database and data quantification program

our name of the created datahase (opt) My database
Your name of the database subset (opt) My database subhset
Generic project name for all samples (opt) My Diata
Mame of spot quantification program {opt) iZenePix
Mame of the program used to gquantitate the spot data ]

from the sample images.

<Back | Mext= | Finish | cancel |




S5.10 Edit Layout ‘Wizard’ HP-X,-Y Class Names

gﬁ E dit MAE xplorer project - |O] =]
[10] (Opty Hybridized sample (44 'set' class names

Default name of ¥ samples 'set’ HP- 'set’
Default name of ¥ samples 'set’ HP-Y 'set’
This is the name for the samples assighn to the % set’ =

<Back | {MNext=1| Finish | cancel |




S.11 Edit Layout ‘Wizard’ Default Thresholds

[11] (Cpt) Default data Filtering thresholds

Default cluster similarity threshold [0 :1000] 10.0
Default # genes in highestlowest 100
Default # clusters for K-means clustering [1 : 1000] 3]
Default p-value threshold (for t-tests) (0.0 1.0] 0.05
Default Coeff. Of\Wariation threshold [0.0 : 1.0] 0.z
Default absolute difference threshold [0.0 : 4.0] 0.z
Default p-Value used in the t-Test data Filter. ~

This is the initial walue shown in popup sliders.

<Back | 1 | Finish | cancel |




6. Other Options - Assigning User Data Fields to
MAExplorer Fields

GIPO (Gene In Plate Order or “array print” table) - assigns genes to
positions on the array as well as GeneBank ID, Clone ID, LocusID (1f
available), Gene Name, etc.

* Quant data - assigns names of quantified data in the user file to
MAEXxplorer data (e.g. Cy3 intensity to RawIntensityl, Cy5 to
RawlIntensity2, etc).




6.1 “Assign user fields to GIPO fields”

=]
& m= N E =10] x|
Assion user fields to GIPO fields Assign user fields to GIPQ fields
arid Block | grid Block -]
arid row O = grid row R ow -]
grid col Column ~ _
— grid col Calumn j
Clone D D |
Sererarms r Clone ID D -]
_ GeneMame Marne -
Done | Cancel | Help |_ Allowe Duplicate
Block -
Crone | Cancel | Hel ~qlumn
F o

|
=
Y
Dia. -




6.2 “Assign user fields to GIPO fields”

|
=

Assigh user fields to Quantitation fields

grid

G o
grid col
oy

oy

H

i
CualCheck
CryaBED
CyaBkg

- (O] X

|H|:|w j
|E:|:|I|_|mn j
[F532 Mean-B532 =]
|FE35 Mean- BE35 =]
K -]
[ -]
|Flag5 j
|B532 hean =l
|B635 Mean =l

Clione | Cancel | Help | |_ Allowy Diaplicate




7. Optional “Save Layout” to Array Layout
Database After Edit Layout and Assign fields

Eﬁf’,g[vtzr\"lae: convert array data to MAExplorer files - ¥Yersion: 01-23-2002 ¥.0.60 {Beta) 10| x|
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your data to \WWAExpiorer fortnat

1. Selact Chipset GenePiPro? - Human | Remove Layout |

2. Sefect input Data Fifes: Browse input file name | [ SeparataGiPQ  Erowse GIPO fie |

genericGenePi-Cy3Cy S-DataFie 1.t
genericGenaPi-Cy3Cy 5-DataFila. b
genericGenePi-Cy3Cy d-DataFilel. b

Editiayout | Assign GIPO fieids | Assign Quant fields |
2.1 Edit array fayout and map Relds:
- [~ Expert assignmode
2.2 Samplas o nse '<<fle>> sample name'; Remove sample | Rename sample |

<<CriTempiunkigenericGenePi-Cy3Cy S-DataFifeT.bd=> [genericGenePi-Cy3CyS-DataFile 1. &df
<< TempyunkigenericGenePix-Cy3Cy S-DataFile2 bd>> [genericGenePi-Cy3CyS5-DataFie? bdl]
=G i TempyunkigenericGenePbe-Cy3Cy 3-Datafiel. bd=> [generncGenePb-CyICy d-DataFiel. bdf

Vendor Axon
Layout name GenaPiPro3 - Human
Spoisimicroarnray 2703
3. Sefect Project Output Folder: | --Sefect Output Folder-- j
Project ontput foider:
MAFxpiorer startup File:

4. Edit and Run Fitled o i snedver it -

Status: | Saved edited array layout [GenePidProl - Himmani
to file [GenePidProl-Human.alo}




8. Specifying “Create new project folder” Option
Where Generated Database Will Be Saved

]

Egjl:thMae convert array data to MAExplorer files - Yersion: 01-23-2002 ¥.0.60 {Be
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your data to MAExpiorer format

GenePidProd - Human ~| Removeiayout |

Browsecipone]

1. Sefect Chipset

Browse input fle name | |_ Separate GIPOQ

2. Sefect imput Data Fifes:

genericGenePbc-Cy3Cy d-DataFife T b
genericGenePb-Cy3Cy d-DataFife2 b
genercGenePic-Cy3Cy S-DataFiiel. bt

EdittLayout | Assign GIPO flefds | Assign Quant fiefds |
2. T Edit array layout and map Reids:
_ |_ Expert assign-mode

Remove sample | Rename sample |

2.2 Samples to use '<<file>> sample name':
= TempyunkigenericGenePix-Cy3Cy -DataFiie T.&xt=> [genericGenePic-Cy3Cy S-DataFie . b

o\ TempyunkigeneHoGenePi-Cy3Cy S-DataFie 2. ted>> [genericGenePi-Cy3Cy 5-DataFile?. tef]
<G NempyunkigenelcGenePi-Cy3Cy S-DataField. > [genenicGenePbc-Cy3Cy S-DataFiles. bf

Vendor Axon
Layout name GenePiPro3 - Human
Spotsimicroarray 2F03

--Sefect Output Folder--
-Select Output Folder--

3. Sefect Project Dutpet Folder;

Project odput folder: ((garge with Existing project folder
Use input folder for output fles

Saved edited array layo [GenePidPro3 - Humang
to Me [GenePPro3-Human.aio]

IMAExplorer startup File:

4, Edit and Run

Status:




8.1 Specifying New “Project Output Folder”

f2iCvtzMae: convert array data to MaExplorer f fer O] x|
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your data to MAExpiorer format.

1. Select Chipset GenePbdProl - Human j Remove Layout |

2. Sefect imput Data Files: Browsempit e name | |_ SeparateixPly | | Browse GIPohe |

genericGenePix-Cy3Cy S-DataFie T.ixt
genericGenePb-Cy3Cy d-DataFiel. bt

denericGenePi-Cy3Cy S-DataFifel.td
Select the Project Folder ko save converted dakta ed |

Save in: Iaiunk j = fj{ e J

2.7 Edit array fayout and map felds:

2.2 Sampies to use '<<fffa>> sample name'

<G TempyunkigenericGenePi-Cy3 Gy 5-00
< TempyunkigenaricGenePp-Cy3 Ty 5-0)
<2l TempyjunkigenericGenePie-Cy3 0y 5-00

File name; |Seleu:t Project Faolder - then press 'Save’ Save I
Save as type: I,-'lxll Files [*.%) j Cancel |

3. Select Project Ouiput Folder; | Create New project folder j

Project ourtput foider: | C\Tempyunk
MAExpiorer startup Fife: | CiTempyunkfAE \Start mae

— fun-doconversion| ot Reset

Status: |Now press 'Run' to convert your data to MMAExplorer format




8.2 “Project Output Folder” & MAEK startup file

Eg’,gl:vtzr"lae: convert array data to MAE=plorer files - ¥ersion: 01-23-2002 ¥.0.60 (Bei' - |EI|5|
Enter data for steps T, 2, and 3. Then 4. press 'Run' to convert your data to MAExpiorer fornat.

1. Sefect Chipset GenePiProd - Human j Remove Layout |

2. Sedect nput Data Files: Browsenput e name | |_ SeparateGiED | | Browse PO e |

‘genericGenePi-Cy3Cy 5-DataFilaT. bt
genericGenePi-Cy3Cy S-Datariel. bd
genericGenePi-Cy3Cy 5-Dataria. bd

Zuiibayond | Assign GIPO fields | Assign Quant fieids |
|_ Expert assign-ode

2.1 Edit arvay layout and map feids:

2.2 Sampies to use '<<fla>> sample namne'; Hemove sample | Hename sampie |

< TempyunkigenercGenaPie-Cy3Cy S-DataFiie T.id=> [genericGenePiv-Cy3Cy S-DataFie T tedlf
< TempiinkigeneicGenePice-Cy3Cy S-Datariie 2. == [genericGenePiv-Cy3Cy S-DataFies. tedf
==CTempyunkigenenicGenePic-Cy3Cy S-Datafiel. ba=> [genendchenePi-Cy3Cy S-DataFiled. b

Vendor Axon
Layout name GanePiProd - Himan
Spotsimicroarray 2703

3. Sefect Project Quiput Folder: | Create New project folder j

Project output folder; | CHTempyunkl
MAExpiorer startup File: | C\TempyunkWIAF\Startmae

+ Eatandran - doconverson oot Reset

Siatus: |Now press 'Run' to convert your data to MAExpiorer format




9. Conversion in Process After Pressing “RUN”

E"ggl:thMaE: convert array data to MAExplorer files - ¥ersion: 01-23-2002 ¥.0.60 (Beta - |EI|5|
Enter data for steps 1, 2, and 3. Then 4. press Run' to convert your data to MAExpiorer format.

1. Sedect Chipset GenePixProd - Himan j Remove Layout |

2. Sefect input Data Files: Browsenput flename | |_ Separate IR0 | Browse P e |

genericGenePix-Cy3Cy S-DataFie T b
genericGenePix-Cy3Cy S-DataFie?. b
genericGenePx-Cy3Cy 5-DataFifed. bt

EnTmon Al SR Talts || Aali s Tei |
|_ Expert assign-mode

2. T Edit arvay layout and map felds;

2.2 Samples to use '<<fle>> sample name': Hemove sample | Hename samplie |

=< TempyunkigenericGenePix-Cy3Cy s-DataFiie T.odt>> [genericGenePix-Cy3Cy S-DataFiieT. &
<G TempyunkigenercGenePic-Cy3Cy S-DataFie2. ba=> [genenicGenePi-Cy3Cy d-DataFilel. bl
<G TempyunkigenericGenePic-Cy3Cy S-DataFied. kad=> [genenicGenePi-Cy3Cy d-DataFiled. bl

Vendor Aon
Layout name GenePbdProd - Human
Spotsimicroanay 2703

3. Sefect Project Output Folder: | Create New project folder j

Project ourtput folder: | CHiTermnpyunk
MAExpiorer startup File: | C\TempiunkWIAE \Startmae

4. Edit and Run Fidied + ) Guaversive -

Status: |===rereading row #2200 JC\TempyunkigenericGenePi-Cy 30y >-DataFife 1.1
For sampie #71 [genericGenePic-Cy3Cy i-DataFie T. bl




10. Notification that Conversion is Finished

E"gg[thMaE: convert array data to MAExplorer files - ¥ersion: 01-23-2002 ¥.0.60 (Beta) - |EI|5|
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your data to MAExpiorer format

1. Sefect Chipset GenePidPro3d - Himan j Remove Layout |

2. Sedect input Data Files: Browsenput e name | |_ Separate GIFD | | Browse HP0 e |

genencihGenePic-Cy3Cy d-DataFie 1. bt
genencihGenePi-Cy3Cy d-DataFiel. bt
genericGenePi-Cy3Cy S-DataFifel. b

EnTon Aoy SR Talis || Agulal ia Tals |
|_ Expert assign-mode

2. T Edit arvay layout and map felds;

2.2 Samples to use '<<fife>> sample name': Hemove sample | Hename sample |

<< TempyunkigenericGenePix-Cy3Cy s-DataFiie T.od=> [genericGenePi-Cy3Cyi-DataFieT.bdf
<G NempyunkigenericGenePic-Cy3Cy S-DataFie2. t=> [genericGenePix-Cy3Cyi-DataFile? el
<G NempyunkigenericGenePic-Cy3Cy S-DataFied. t=> [genericGenePix-Cy3Cyi-DataFiled.

Vendor Axon
Layout name GenePixProd - Hinan
Spotsimicroarray 2703

3. Select Project Output Folder: | Create New project folder j

Project mutput folder; | G \Tempyunkl
MAFxplorer stariup Fife: | C\Tempyunk WAL \Startmae

4. Edit and Run Sl o Eprrar st Done

Status: |===>Fnished wriling out data Mes. Praess 'Done' to et
To start MMAExpiorer, go to project folder & ciick on Startmae.




11. MAExplorer Data Created By Cvt2Mae

& C:ATempijunk o =]
J File Edit “iew Favortes Toolz  Help |ﬁ
J L e A | ‘QhSearch U Folders 4 History | E >
Jﬁgdress [ CAT emphjunk j ¥ Go
N arne | size| ¢ | Modified
_JiCache | F.. 1241042001 231 FM
(1 Config F... 12052001 3:31 PM
L 1MAE F... 12042000 3:31 PM
1 Quant F.. 1202001 3:31 PM
L IRepart F... 12702001 3:31 PM
[ 15tate F... 12A70/2001 3:31 PM
a | ]
|E'- object[z] |EI bytes |@ by Computer o

& C:ATempijunkixQuant

=10] |

J File Edit ‘fiew Favortes Toolz  Help |

J #=FBack ~ = - | @Search L Folders @Histnr},I |E »

Ll LR A | @_Search - Folders @Histnry |

| ddress [ CATemphiunkiMAE -| @Go

& C:ATempijunkiMAE - |3] x|
J File Edit “iew Favorntezs Toolz Help |ﬁ

X

M ame Size | Type ¢ b odified
‘“EStartmae 1 KB  MAE=plorer startup file 121042001 3231 P
Kl | ]
|'I object(z] |4.'-"E byptes |@ by Camputer o

& C:\TempijunkiConfig - |a] x|

J File Edt “iew Fawvortes Toolz  Help
= Bach o« - | ‘Cd Search L) Folders

>

Address |_] C:ATemphjunk\Quant -| ~Gao —J
iihisialnhet B | Address [ C:AT emphjunkACantig -| @G0
MHame | Sizel Type ¢ | b odified
genencGeneFis-Cy3C5-0... 83 KB QUANT File  1240/2001 3:31 PM Marne Size | Type ¢ | Modified
geneniceneFis-Co3Cya-0... ST KE  QUANT File  12/0/2001 2:31 PM GIEM bt 128 KE T%T File  12M0/2000 331 PM
genencGenePis-Co3Cye-0..  S0KE  OQUANT File 124102001 2:37 P - o i '
M aeConfig. bt kB TAT File  12M0/2007 3:31 PM
SarnplezDB ket 1KE  TxT File  12M10/2007 3:31 PM
. 121} | o
3 obj 253 KE = My C
3 obects) Wtereie Al | [Fobiects) 145 KB 1 My Computer v




12. Running MAExplorer on the Converted Data

E;_;;jhllcmﬁnay Explorer - ¥0.92.19-Beta - My database zubset

File HybProbe Edit Analysis Wiew Help

Entar gene name or clane D | [ mMouse-over info

=10] x|

HPF-X: genericGenePixCy3CyS-DataFile td

HP-": genericenePix Cy3Cyd-DataFilez td

|[1 -A133] HP-RY (A)=0(2.405,0.353) ®rY=6.822, (Morm.: median intensity)

|ClnneID: IMAGE: 457231,

|GeneName: M.musculus trop? gene

HP-X: genericGenePix-Cy3Cyb-DataFile1.txt {Cy3/Cy5)
HP-Y: genericGenePix-Cy3Cy5-DataFile2.txt (Cy3/Cy5)
l-'dl-m intensity

ALL GEMES

Font Family

& C:ATemp\junkiSMAE -0 ﬂ
File  Edit “iew Favonter Toolz  Help n

£ | Ll Search LY Folders < f#History =
Address [ CATemphjunk MAE -] @B
M arne | Size| Tvpe | Modified
MAE: S tart mae 1KB MaE=plorer startup file  1240/2007 3231 P

1 | *]
1 object(z] 476 bytes @ by Computer
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